ABSTRACT Salmonella enterica serovar Typhimurium is a Gram-negative pathogen and a primary cause of foodborne illnesses worldwide. Here, we present the complete 47,393-bp genome sequence of the siphophage Skate, which was isolated against S. Typhimurium strain LT2.
holin, a transglycosylase-type endolysin, and an embedded i-spanin and o-spanin pair were also identified. Genes linked to DNA replication, such as DNA primase, singlestranded DNA binding protein, DNA polymerase subunit, and an ATP-dependent helicase were found. Skate is highly similar to other Salmonella phages, like phage IME207 (GenBank accession number KX523699) and E1 (GenBank accession number AM491472) (18, 19) , sharing 58% and 55% nucleotide identity, respectively, as determined by progressiveMauve (version 2.4.0) (20) .
Data availability. The genome sequence of phage Skate was submitted to GenBank as accession number MH321493. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8787571, and SAMN11259649, respectively.
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